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Plants and soil microorganisms interact to play a central role in ecosystem functioning.
To determine the potential importance of biotic interactions in shaping the distributions of
these organisms in a high-alpine subnival landscape, we examine co-occurrence patterns
between plant species and bulk soil bacteria abundances. In this context, a co-occurrence
relationship reflects a combination of several assembly processes: that both parties can
disperse to the site, that they can survive the abiotic environmental conditions, and that
interactions between the biota either facilitate survival or allow for coexistence. Across the
entire landscape, 31% of the bacterial sequences in this dataset were significantly corre-
lated to the abundance distribution of one or more plant species.These sequences fell into
14 clades, 6 of which are related to bacteria that are known to form symbioses with plants
in other systems. Abundant plant species were more likely to have significant as well as
stronger correlations with bacteria and these patterns were more prevalent in lower altitude
sites. Conversely, correlations between plant species abundances and bacterial relative
abundances were less frequent in sites near the snowline. Thus, plant-bacteria associa-
tions became more common as environmental conditions became less harsh and plants
became more abundant. This pattern in co-occurrence strength and frequency across the
subnival landscape suggests that plant-bacteria interactions are important for the success
of life, both below- and above-ground, in an extreme environment.
Keywords: community assembly, co-occurrence networks, facilitation, mutualism, Niwot Ridge, plant-microbe
interactions, soil microbial communities, symbiosis
INTRODUCTION
Interactions between plants and microorganisms play a central
role in ecosystem functioning (Bonfante and Anca, 2009; Hayat
et al., 2010). However, it has been difficult to characterize plant-
microbial relationships for all but the most closely interacting
species (Kremer, 2006; van der Heijden et al., 2008; Hayat et al.,
2010). For example, while mutualistic and parasitic symbiotes
inhabiting root tissue have been well studied (mycorrhizae: Bian-
ciotto et al., 1996; Bonfante and Anca, 2009; diseases: Compant
et al., 2005; Kremer, 2006; N-fixation: Hayat et al., 2010; heat tol-
erance: Márquez et al., 2007; plant growth hormone production
by bacteria: Hayat et al., 2010), it appears that these interactions
just scratch the surface of the probable range of symbioses (Li and
Kremer, 2006; Rudgers et al., 2012). Similarly, the indirect associ-
ations involved with decomposition and nutrient cycling between
microorganisms and plants, despite being well studied from a
biogeochemical perspective, have remained difficult to character-
ize with respect to the soil microbial species involved (van der
Heijden et al., 2008). In addition to the difficulty imposed by
frequent findings of new plant-bacteria interactions, predicting
the frequency and types of known plant-soil microbe associations
is often difficult even when species lists and environmental con-
ditions are known (Bever et al., 2010). The success of targeted
studies using cultures (Kremer, 2006; Hayat et al., 2010) and stable
isotope probing (Haichar et al., 2008) to identify plant-soil inter-
actions suggests that larger scale surveys using high-throughput
methods may allow for the detection of broad patterns for plant-
soil microbe interactions from bulk soil. Here, for the first time,
we use culture-independent methods to test hypotheses regarding
the drivers of co-occurrence relationships between plants and soil
bacteria in bulk soil samples and at the landscape scale.
The co-occurrence of species that share resource require-
ments is governed by competitive (Diamond, 1975) and facilitative
(Bruno et al., 2003) interactions between species as well as inde-
pendent environmental sorting in the case of strong environmen-
tal filters (Weiher and Keddy, 1995; Diaz et al., 1998; Ackerly, 2003).
As such, co-occurrence patterns represent an important tool for
inferring potential interactions involving microorganisms, partic-
ularly bacteria, which are most commonly identified indirectly via
isolation of organisms or sequencing their DNA from soil extracts
(Ruan et al., 2006; Horner-Devine et al., 2007; Fuhrman and Steele,
2008; Freilich et al., 2010; Barberán et al., 2012). Because the meth-
ods enabling the analysis of high-throughput, sequencing based,
broad-scale surveys of bacteria are very new (Caporaso et al.,
2011; Gonzalez et al., 2011), the frequency and strength of plant-
bacteria co-occurrence relationships at a landscape scale are poorly
understood. Thus, high-throughput sequencing of bulk soil sam-
ples represents a potentially powerful resource for the detection
www.frontiersin.org October 2012 | Volume 3 | Article 347 | 1
King et al. Plant-soil bacteria co-occurrence patterns
of plant-bacteria interactions such as saprotrophic bacteria that
specialize on senesced material from a particular plant species,
bacteria sharing similar environmental preferences, and symbiotic
rhizosphere bacteria which are often found to be a well represented
subset of bulk soil samples (Mahaffee and Kloepper, 1997; Graff
and Conrad, 2006; Berg and Smalla, 2009).
We examine plant-bacterial co-occurrence relationships along
an abiotic harshness gradient in a high-alpine subnival ecosys-
tem because the resulting gradient in plant abundance represents
increasing availability of reduced carbon for soil microorgan-
isms (Ley et al., 2004) and the oligotrophic soils mean plant
symbioses with soil microorganisms are particularly important
(Chapin et al., 1994; Tscherko et al., 2005). The harsh environ-
mental conditions of the subnival zone result from high alti-
tudes with their concurrent high solar radiation, low humidity,
large daily temperature fluctuations that often cross the freez-
ing point, large snowpack volumes or high wind exposure, and
low soil nutrients (Ley et al., 2004; Freeman et al., 2009; King
et al., 2010). Thus, subnival organisms must persist in a state
of strong environmental stress which prohibits continuous plant
cover, but is not extreme enough that there is year-round snow
or ice cover. Previous studies in slightly less harsh, alpine ecosys-
tems have shown that the majority of plants are able to form
mutualistic associations with fungi, N-fixing bacteria, and growth
promoting bacteria (Mullen et al., 1998; Cazares et al., 2005;
Sheng et al., 2010), suggesting that mutualistic associations are
important for the survival of plants and bacteria in these sys-
tems (Hobbie et al., 2005; Wang and Qiu, 2006; Schmidt et al.,
2008a; Sheng et al., 2010; Zinger et al., 2011). However, in sub-
nival glacial fore-fronts these same well-colonized plant species
often lack root mutualistic symbionts and this lack of symbionts
is thought to be due to dispersal limitation of the microorganisms
in the newly exposed substrate (Cazares et al., 2005). Pathogens
of alpine plants, on the other hand, are rarely reported (Olofsson
et al., 2011); it may be that pathogens are rare or it could be that
few studies explicitly focus on this group. Thus, positive plant-
bacterial interactions are of high potential importance in subnival
landscapes.
We draw from the body of theory regarding community assem-
bly (Diamond, 1975; Chapin et al., 1994; Chase and Leibold,
2003; Reynolds et al., 2003) to develop simple yet fundamen-
tal hypotheses about the drivers of the frequency and distribu-
tion of plant-bacteria co-occurrence relationships. A basic tenet
of community assembly theory is that abiotic and biotic “fil-
ters” select species from the regional species pool to assem-
ble a local community most suited to the prevailing conditions
in a process known as ecological sorting (Weiher and Keddy,
1995; Diaz et al., 1998; Ackerly, 2003). In the context of plant-
bacteria co-occurrence in the alpine subnival environment, we
expect the presence of biotic filters that restrict one group to
occur only when its symbiont/facilitator is present as well as a
common set of abiotic and dispersal filters that may constrain
both plants and microbes directly. Biotic filters may be reflected
by bacteria with plant growth promoting/inhibiting abilities or
plants that promote the growth of mutualistic soil bacteria. If
certain bacteria and plants have similar environmental prefer-
ences, they may co-occur across space independently without
directly interacting with each other. For soil bacteria that are,
in fact, interacting with plant species, negative correlations can
arise from inhibitory and competitive interaction whereas posi-
tive correlations can arise from facilitative, mutualistic, or parasitic
interactions.
Based on this community assembly framework, we explicitly
test three hypotheses about the drivers of the frequency and
distribution of plant-bacteria co-occurrence relationships. First,
analogous to the suitable habitat area-diversity relationship from
island biogeography (MacArthur and Wilson, 1967; Martiny et al.,
2006), we expect bacteria to more often co-occur with plant
species’ that provide larger and more consistent nutrient sources
across the landscape. Assuming that a plant species contribution
to nutrient pools is proportional to its abundance (Grime, 1998;
Vile et al., 2006), we thus predict that abundant plants will have
more bacterial clades associated with them than less abundant
plants.
Second, we expect that bacterial clades related to isolates with
plant growth promoting/inhibiting abilities will show stronger
species-specific associations with plants than will bacteria related
to isolates with plant-independent metabolic strategies. Thus,
the hypothetical functional capacity for associating with a plant
species represents a biotic filter (e.g., Chase and Leibold, 2003) for
the occurrence of bacteria in the subnival landscape. Importantly,
evaluation of this driver is also testing the utility of a correlation
approach using culture-independent environmental sequencing
of the 16S to identify clades that have a specific function.
Lastly, we predict that facilitation should be more common
in portions of the landscape furthest from intact tundra due to
increasing environmental harshness. Importantly, theory predicts
that facilitative and mutualistic plant-microbe interactions are
more common in harsher, low density, low nutrient availability,
successional environments (Reynolds et al., 2003) because they
promote the growth of both bacteria and plants. Such facilitative
interactions are thought to be able to overcome environmental fil-
ters that would otherwise exclude either symbiont (Choler et al.,
2001). Although it is likely endemic extremophiles are adapted to
the harsh environment of the subnival zone, our previous work
has shown that the ancestry of bacteria does not change signifi-
cantly across the landscape (King et al., 2010). Therefore, we expect
that the lower temperatures, greater UV radiation, and less soil
nutrients with increasing remoteness (Körner, 2007) represent real
increases in stress to bacteria in this landscape.
MATERIALS AND METHODS
STUDY SITE
The dataset used in this analysis comes from a previously published
spatially explicit study of the Niwot Ridge LTER’s south-facing sub-
nival slope (eastern face of the Continental Divide in Colorado,
USA; Figure 1; King et al., 2010). This slope is covered with snow
from October to June and the deepest snow fields do not melt fully
until August. Precipitation averages 930 mm/year with 80% falling
as snow (Nemergut et al., 2005). The study area extends over 2 km2
and is predominately covered by granite blocks greater than 1m
in diameter. Interspersed are patches of soil up to 20 m in diame-
ter with plant cover ranging from 0% in late melting snowbanks
up to 100% in a few exposed areas receiving water from upslope
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FIGURE 1 | Our 76 sample sites in the subnvial zone of the Green Lakes
Valley within the Niwot Ridge LTER study site on eastern face of the
Continental Divide in Colorado, USA (red outline represents the
south-facing extent of exposed soils). From the north-east corner to the
north-west corner of the study area is 2 km. These sites represent a subset
of the sites in our previous study (shown in Figure 1 of King et al., 2010).
snowmelt. Plants in this environment are 10–20 cm in height and
have approximately the same biomass per individual.
PLANT SPECIES AND SOIL SAMPLING
As previously reported (King et al., 2010), sampling locations were
chosen based on a pilot study (King et al., 2008) in order to pro-
vide optimal spacing for the calculation of spatial autocorrelation
models across the landscape. Sampling was partitioned into a grid
of 160 samples across the landscape, spaced every 50 m, with three
targeted 30 m× 30 m areas sampled at every 5 m (Figure 1 in King
et al., 2010). In September of 2007, at each sampling location a pen
was tossed into the air and at the spot where it landed all vascular
plants within a 3 m2 circle were identified and a soil sample was
collected. Plant abundance measures were based on stem counts.
Because alpine species are constrained to a low stature growth
form, stem counts are an appropriate estimate of species biomass
within a plot (Grytnes, 2000). Species identification was based on
Webber and Whittmann (2001).
Soils samples were collected by homogenizing a∼50 cm2 patch
of soil in situ to a depth of 4 cm and then filling a 50 mL ster-
ile conical tube with soil. Because of the high degree of spatial
autocorrelation in bacterial community diversity in this system,
an individual sample is likely to be highly representative of the
surrounding 25 m2 of soil (King et al., 2010). Samples were trans-
ported to the lab within 5 h of collection, held at 4˚C for up to a
week while subsampling for soil biogeochemistry was conducted
(results presented in King et al., 2010), and afterward frozen at
−20˚C until DNA could be extracted (up to 9 months). 85 of the
original 160 samples were randomly selected for bacterial com-
munity analysis. From those 85 samples, we include in the current
study only plots that had at least two plants per m2 (76 samples,
Figure 1).
BACTERIAL COMMUNITY ASSESSMENT
Bacterial community composition was also measured as described
in King et al. (2010). Briefly, for each of the 76 soil samples, DNA
was extracted from 1 g of soil using a Mobio PowerSoil DNA Iso-
lation Kit (Mobio Laboratories) and PCR was used to amplify the
V1–V2 hypervariable region of the bacterial 16S SSU ribosome
gene using the 27F and 338R primers and protocol from Fierer
et al. (2008). Sequencing was performed on the Roche 454 plat-
form using FLX chemistry. Raw sequence data was processed using
the methods of Hamady et al. (2010), resulting in 6151 representa-
tive OTUs at 3% similarity with 10,000 total reads and an average of
200 reads per sample. For downstream analysis, sequence reads of
each OTU in each sample were converted to relative abundance by
dividing by the total number of sequences in an individual sample.
SELECTION OF CLADES USING CORRELATION STRENGTH WITH PLANT
SPECIES ABUNDANCES
Because most methods of assigning taxonomic IDs to individual
sequences are based on the extent of knowledge contained in a ref-
erence database (e.g., DeSantis et al., 2006; Wang et al., 2007) and
because classical taxonomies can be polyphyletic, we used a phylo-
genetic tree to assign sequences to clades for downstream analysis
(the phylogenetic tree was the same as used in King et al. (2010)).
This approach is essentially a phylogenetic comparative method
(Harvey and Pagel, 1991) with association with plants as the trait
of interest. Initially we considered as candidate clades all nodes on
the tree that had greater than 1% of the sequences (therefore, clades
are independent of phylogenetic resolution and a particular clade
might correspond to any gradation between phylum and species).
Each candidate clade’s relative abundance per sample was then
regressed against the abundances of the 13 most prevalent plant
species (all plant species averaging greater than one individual per
sampling location; the total plant species pool for this landscape is
26). Regressions were performed in R using the Akaike Informa-
tion Criterion (Akaike, 1974) to select the plant species with the
most explanatory power via the step and lm functions (R Devel-
opment Core Team, 2011). A strictly linear approach was chosen
to maintain a low number of parameters and residuals from both
the models, and pairwise regressions of clades against individual
plant species were found to be normally distributed.
The initial list of clades was then filtered so that clades were
mutually exclusive; this filtering was achieved via sorting the clades
by r2, removing all clades that had a lower r2 but shared sequences
with a clade that had the highest r2, and then reiterating with
the next highest remaining r2 until reaching a clade without a
significant correlation or an r2 less than 0.15. The remaining 22
clades were tested for significance with an ANOVA with the AIC
selected variables as explanatory variables and significance cutoff
adjusted for multiple comparisons using the Bonferroni correction
for n= 22 comparisons (p< 0.002; Bonferroni, 1936). The final
result was 14 bacterial clades. Taxonomic IDs were then assigned as
the finest resolution at which at least 50% of the sequences shared
the same classification in their closest match in NCBI GenBank.
PLANT-BACTERIA CO-OCCURRENCE ORDINATION
To visualize the correlations between plant species and the bacte-
rial clades identified by the above regressions we used a NMDS
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approach. First, we constructed a correlation matrix with all
possible pairwise comparisons between both bacteria clades and
plant species. We then used a common approach (Cox and Cox,
1994) to transform each Pearson correlation value (ranging from
1 to −1) by taking the absolute value and subtracting it from one
such that both positive and negative 100% correlations became a
distance of 0 and a 0% correlation became a distance of one. The
resulting distance matrix was used as an input to the metaMDS
function in the vegan package for R (Oksanen et al., 2010). While
co-occurrence networks in microbiology have most commonly
been arranged so that the nodes with the greatest numbers of edges
are in the center of the plot (Barberán et al., 2012), NMDS is very
commonly used in plant ecology to represent strength (rather than
number) of interactions (McCune et al., 2002). We chose NMDS
so that the strength of interaction between each clade or plant
species in the dataset would be represented by proximity. In addi-
tion, we used NMDS to ordinate our plant-bacteria co-occurrence
relationships rather than the more common metric MDS approach
(Cox and Cox, 1994) because NMDS gives greater weight to the
strongest correlations (Cox and Cox, 1994) and relatively little
weight to weaker correlations (MDS techniques would have used
the raw correlation value and the large number of non-significant
correlations with values of 0.20 or less would have introduced extra
noise into the ordination). After the species and clades were ordi-
nated, we visually overlaid the significant interactions according
to our models.
STATISTICAL ANALYSIS
To quantitatively estimate the average strength of association for
a particular plant species or bacterial clade, we averaged the indi-
vidual correlation r values (absolute value) that were significant
according to our AIC supervised linear models. (p< 0.05, two-
tailed t -test for each regression coefficient not equal to 0). Bonfer-
roni correction of the p-value for multiple comparisons was done
for each model’s coefficient significance tests (clade relative abun-
dance models ranged from one to eight AIC selected plant species,
Supplementary Materials).
To address the hypothesis that more abundant plants are bet-
ter predictors of the abundance of associated bacterial clades, the
number of significantly correlated clades per plant species was
regressed against plant species abundance and we used a t -test
to determine if the correlation was significantly greater than zero.
The mean correlation strength of clades associated with each plant
species was also regressed against plant species abundance and
we used a t -test to determine if the correlation was significantly
greater than zero. These tests were performed both including and
excluding plant species with no significantly correlated bacterial
clades.
To address the hypothesis that average association strength
would be greatest for bacterial clades closely related to bacterial
species that are known to form symbioses with plants, we per-
formed a t -test comparing mean correlation strengths of each
model’s significant factors for clades related to plant symbiosis
capable versus plant-independent bacteria [i.e., Avg Corr Str (r)
column of Table 1].
To address the hypothesis that environmental harshness affects
association strength, we reweighted all already identified sets
of bacterial clade relative abundances by a harshness index (a
proxy for the subnival landscape’s general gradient of increas-
ing exposure, temperature variability, and time before complete
snowmelt with increasing distance away from intact tundra).
The environmental harshness index for each sample was calcu-
lated as distance from intact tundra+ distance from valley floor.
In addition to distance from tundra and altitude, the degree of
shelteredness from wind is also expected to play a role in struc-
turing species co-occurrence in this subnival landscape (Litaor
et al., 2008). However, although both high and low snow accu-
mulation areas vary in the nature of the primary stressor (late
snowmelt versus high wind exposure), snowfields and windswept
areas occur throughout our study area (Erickson et al., 2005). Due
to this variability, our harshness metric is not correlated with snow
depth (Correlation test, p= 0.2, r2= 0.02) in the Niwot subnival
zone, suggesting that harshness overlays a matrix of sheltered and
unsheltered areas which occur throughout the landscape. Thus,
our proposed harshness metric is similar in nature to altitudinal
gradient analysis in that it is strongly correlated with gradients in
temperature/solar insolation that overlay landscape heterogeneity
in shelteredness (Körner, 2007).
We examined the effect of multiplying abundances by the
harshness index (up-weighting harshness). We also examined the
effect of multiplying abundances by the harshness subtracted from
the max harshness value (down-weighting harshness). For up- and
down-weighted datasets we recalculated linear model fits for each
of the previously identified bacterial clades using AIC selection of
significantly predictive plant species. The effect size of reweight-
ing was then calculated by averaging the individual correlation r
values (absolute value) between plant species and bacterial clades
that were significant first for the upweighted and then for the
down-weighted datasets. To test if a significant effect of up- or
down-weighting was observed for a specific clade, we used an
ANOVA with the AIC selected variables as explanatory variables
and significance cutoff adjusted for multiple comparisons using
the Bonferroni correction for n= 14 comparisons (p< 0.004;
Bonferroni, 1936). Again, the clade average correlation strengths
reflect only significant correlations after Bonferroni correction for
each model’s set of AIC selected variables.
RESULTS
GENERAL FINDINGS
The NMDS ordinated co-occurrence network contained 14 bacter-
ial clades, representing 31% of the total sequences in our study, and
10 of the 13 plant species (Figure 2). Significant correlations were
not dependent on the diversity of bacterial OTUs, total branch
length within the clade, or relative abundance of clades (Figure 3).
The percentage of variance in clade relative abundance signifi-
cantly explained by plant species abundance ranged from 40% to
our minimum cutoff of 15% (Table 1). Negative correlations, at
3, were less common than positive correlations, at 14 (Figure 2;
Table 1). Bacterial clades had one or two significantly correlated
plant species; only one had exclusively negative significant cor-
relations with plant species (Desulfovibrionales), and two had
multiple positive associations (Clostridiales and Rhodospirillales).
Our models predicting bacterial clade relative abundance based
on plant species abundance with 13 potential explanatory plant
species (Datasheet S1 in Supplementary Material) only slightly
under-perform compared to previously published environmental
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FIGURE 2 | A NMDS (stress=0.292) ordinated co-occurrence
network based on the correlation matrix (absolute values of
Pearson r ) for 10 plant species abundances and 14 bacterial clade
relative abundances (Datasheet S4 in Supplementary Material).
Overlaid are lines designating significant model-based interactions
between a plant species and bacterial clade with solid for positive and
dashed for negative interactions (thin lines represent two-tailed t -test
for model coefficient significance, p<0.05; thick lines represent
significance after Bonferroni correction for multiple comparisons).
Because this is an ordination of the correlation matrix, proximity of
points to one another represents higher correlation between their
abundances across the subnival landscape.
models for the three most spatially structured clades examined
by King et al. (2010) with 21 potential explanatory variables; on
average our models explain 28% of variance in clade relative abun-
dance for Rhodospirillales, Rhizobiales, and Acidobacteria Gp4,
compared to 40% for the previously published (King et al., 2010)
models using plant abundance, soil biogeochemistry, and spatial
autocorrelation as predictors.
Six of the 14 bacterial clades (comprising 10% of the total
sequences) are related to isolates that are known for form-
ing symbioses with plants (Table 1) for N-fixation and/or
plant growth promotion: Rhizobiales, Rhodospirillales, Clostridi-
ales, Desulfovibrionales, Pseudonocardiaceae, and Burkholderi-
ales (also pathogenic) in addition to their capacity of free-living
heterotrophic functions (Table 1). Many of these clades are also
related to isolates known to be able to perform rhizosphere-
independent soil functions such as sulfur reduction (Rhodospir-
illales, Desulfovibrionales) and sulfite oxidation (Clostridiales,
Pseudonocardiaceae). Two of the clades (comprising 9% of
the sequences) lacked support for plant symbiosis capability
and displayed a diverse array of metabolic strategies: carbon
monoxide oxidation (Ktedonobacteraceae), general heterotro-
phy/sulfate+ iron reducing (Deltaproteobacteria). Five of the
remaining six clades (comprising 11% of the total sequences) rep-
resent common soil bacteria with no cultured representatives and
largely unknown functions (four clades of Acidobacteria, TM7).
The last clade, Acidimicrobiaceae, is defined by their autotrophic
growth by oxidizing ferrous iron, but has been hypothesized to
also inhabit the rhizosphere and root tissue based on culture-
independent surveys (Stafford et al., 2005; Qin et al., 2012)
and may have the capacity for nitrogen fixation (Buckley et al.,
2007).
H1: Abundant plants will have more bacteria associated with them
than less abundant plants because they represent the most common
plant-derived nutrient source
At first inspection, plant species abundance was not correlated
to the number of correlated bacterial clades (r = 0.45, two-tailed
t -test for rho= 0: p= 0.14, Table 2) or the average correla-
tion strength for clades associated with a particular plant species
(r = 0.25, two-tailed t -test for rho= 0: p= 0.44, Table 2). How-
ever, when plants with no correlated clades were removed from the
analysis, there was a significant relationship between plant abun-
dance and average correlation strength for clades associated with
a particular plant species (r = 0.88, two-tailed t -test for rho= 0:
p= 0.004, Figure 4B) and a weakly significant correlation for the
number of correlated bacterial clades (r = 0.67, one-tailed t -test
for rho= 0: p= 0.0275, Figure 4A). The plants with the greatest
number of positive associations were Geum rossii (four associa-
tions),Kobresiamyosuroides (two associations), andCarex nardina
(two associations). Abundant plant species lacking significantly
correlated bacterial clades were Bryophytes, Trisetum spicatum,
Trifolium nanum, Silene acaulis.
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FIGURE 3 | A phylogenetic tree showing the clades correlated with plant
abundance. Green clades are commonly found associated with plants in
the scientific literature (Table 1). Orange clades have no known symbiotic
association with plants. Gray clades are only known from environmental
sequencing. Wedge size is proportional to the number of 3% OTU clusters in
a clade.
Table 2 | A summary of subnival zone plant species’ abundances, number of significant bacterial clade-associations and model fits.
Plant species Average
(plants/site)
SD Positives Negatives Avg str
corr (r )
Correlation
with remote
index (r )
Total Corr
remote
upweight
Avg corr
rm up
Total cor
remote
downweight
Avg corr
rm down
Geum rossii 8.3 24 4 0 0.44 −0.2 0 0 4 0.60
Bryophytes 7.6 13.7 0 0 0 0.05 1 0.52 0 0
Deschampsia cespitosa 5.7 14 1 1 0.39 −0.27 0 0 2 0.50
Trisetum spicatum 3.9 5.7 0 0 0 0.08 0 0 1 0.42
Kobresia myosuroides 3.5 15.3 2 0 0.39 −0.16 1 0.05 5 0.41
Carex nardina 3.2 5.7 2 1 0.31 −0.25 1 0.01 2 0.43
Festuca rubra 2.9 4 1 0 0.32 0.4 4 0.42 6 0.06
Trifolium nanum 2.7 10.6 0 0 0 −0.04 0 0 0 0
Senecio fremontii 2 6.3 1 0 0.26 −0.132 0 0 1 0.43
Silene acaulis 1.9 6.1 0 0 0 0.01 0 0 1 0.34
Cirsium scopulorum 1 2 1 1 0.25 0.05 0 0 0 0
Elymus scribneri 0.9 2.8 2 0 0.31 0.27 2 0.48 0 0
Carex phaeocephala 0.9 2.9 4 0 0.44 0.13 3 0.40 0 0
H2: Potentially plant symbiosis capable bacterial clades will have
greater average correlation strength with plant species than clades
predicted to lack the capacity for symbiosis
On average, bacterial clades related to strains that were capable
of forming symbioses with plants did not differ significantly in
their average association strength from bacterial clades without
known symbiosis capability (mean r was 0.34 symbiosis capable
versus 0.29 incapable, two-tailed t -test: p= 0.63; Table 1). Of the
bacterial clades with assignable functional capacities (Figure 3,
Table 1), the Burkholderiales had the strongest association with a
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FIGURE 4 | Regressions of plant abundance versus total number of
significant associated bacterial clades (A) or average strength of the
correlations for associated bacterial clades (B). Regression lines are
significant if the plant species without any significant associated bacterial
clades are excluded from the analysis [r =0.67, one-tailed t -test for rho=0:
p=0.0275 (A); r =0.88, two-tailed t -test for rho=0: p=0.004 (B)].
plant species (G. rossii; Figure 2; Datasheet S4 in Supplementary
Material). Furthermore, two relatively poorly understood clades,
the Acidobacteria Gp4 and the TM7, were similarly strongly associ-
ated with plant species (Table 1). The primary distinction between
the two groups of clades related to strains with known func-
tion was that putatively plant symbiosis capable bacteria clades
had lower within clade sequence richness than plant-independent
clades (mean OTU richness was 93 for plant-dependent versus 411
for plant-independent, two-tailed t -test: p= 0.005).
H3: More remote sites will have fewer but stronger associations
between plant species and bacterial clades because facilitation
should be more common with increasing environmental harshness
There were only two bacterial clades that had significant models
only in the harshness upweighted dataset the Rhodospirillales, and
Pseudonocardiaceae (Figure 5A; Datasheet S2 in Supplementary
Material; Table 1). The Rhodospirillales also increased its associ-
ation strength with the dicots E. scriberneri and C. phaeocephala
when environmental harshness was upweighted (Table 1). Simi-
larly, the Actinobacterial clade, Pseudonocardiaceae, increased its
association strength with the plants F. rubrum andC. phaeocephala
when harsh sites were upweighted. On the other hand, 7 of the
14 clades had significant model fits only in less harsh sites (sites
proximal to the continuous tundra were upweighted; Figure 5B;
Datasheet S3 in Supplementary Material; Table 1). Although there
were fewer bacterial clades significantly co-occurring with plants
in harsh portions of the landscape there was no significant differ-
ence in the average correlation strength with plant abundances
versus clades preferring less harsh locations (0.42 versus 0.44,
two-tailed t -test, p= 0.60).
Plants species had the greatest number of associations in places
where they were most abundant (Table 2). For example, G. rossii
decreased in abundance with distance from tundra and its correla-
tions with bacterial clades were entirely dependent on associations
in sites proximal to the tundra. The number of plant-bacteria
associations was lower in harsher portions of the landscape (22
associations near tundra versus 12 near snowline) but the aver-
age correlation strength per plant species did not differ between
harshness upweighted and downweighted datasets (0.31 versus
0.40; two-tailed t -test p= 0.42).
DISCUSSION
This study is the first demonstration, to our knowledge, of plant
species and soil bacterial associations across a heterogeneous land-
scape with a diverse plant community and indicates that plant-
bacteria interactions are a key potential driver of the structure of
the subnival ecosystem. In fact, 31% of bacterial sequences in this
study fell into clades whose relative abundance was significantly
correlated to plant species abundance. This percentage repre-
sents the presence in bulk soil material of rhizosphere symbiotes,
decomposers that grow particularly well on senesced material from
the associated plant, and independent bacteria sharing similar
environmental preferences (Mahaffee and Kloepper, 1997; Graff
and Conrad, 2006). That the percentage of bacteria correlated
with plant species abundance in subnival soil is not greater likely
reflects the fact that surveys of bulk soil detect a limited percent-
age of plant-bacteria symbiotes relative to direct analysis of plant
roots (Mahaffee and Kloepper, 1997; Graff and Conrad, 2006).
Yet it remains to be seen if studies of bulk soils in less extreme
landscapes will find similar percentage of their sequences associ-
ated with plant species abundances. Importantly, the associations
between plant species and bacteria were not evenly distributed
across the subnival environment, but showed clear differences in
strength and frequency between environmentally harsh sites close
to the snowline and the less harsh sites close to continuous tundra
(Table 1). The examination of our three hypothesized drivers of
community assembly in this landscape (plant abundance, clade
potential functional capacity, and environmental harshness) helps
place these plant-bacteria co-occurrence patterns for subnival soils
in a broader context.
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FIGURE 5 | NMDS ordinated co-occurrence networks based on the
correlation matrix after reweighting our clade relative abundances by
a harshness metric. (A) For harshness upweighted there were nine plant
species and seven bacterial clades which were significantly co-occurring
(stress=0.227). (B) For harshness down-weighted there were nine plant
species and 12 bacterial clades which were significantly co-occurring
(stress=0.245). Overlaid are lines designating significant model-based
interactions between a plant species and bacterial clade with solid for
positive and dashed for negative interactions (thin lines represent
two-tailed t -test for model coefficient significance, p<0.05; thick lines
represent significance after Bonferroni correction for multiple
comparisons). Because this is an ordination of the correlation matrix,
proximity of points to one another represents higher correlation between
their abundances across the subnival landscape.
The first of our hypothesized assembly drivers, plant abun-
dance, was thought to influence the distributions of soil bacteria.
Although in general plant abundance was not correlated with the
number of associated clades in this subnival landscape, the sub-
set of plants that had significant correlations with bacterial clades
showed a strong relationship between abundance and mean clade
correlation strength as well as number of clades (Figure 4; Table 2).
This suggests that abundant plants are good predictors of the bulk
soil relative abundance of both generalist plant-dependent bacte-
ria and bacteria directly specializing on the micro-environment
created by a plant species. An analogous situation occurs in glacial
recession landscapes wherein bacterial diversity increases along
with successive plant colonization although only a subset are
specifically associated with individual plant species (e.g., Schmidt
et al., 2008b; Knelman et al., 2012). While the plant with the great-
est number of positive associations, G. rossii, was indeed the most
abundant plant species, K. myosuroides and C. nardina had the
second highest number of positive associations even though they
are only sparsely distributed across this subnival landscape. Inter-
estingly, while G. rossii is dominant in moist meadow tundra at
Niwot Ridge (Bowman et al., 2004), K. myosuroides and Carex
species are dominant in dry meadow tundra ecotypes (Fisk and
Schmidt, 1995; Seastedt and Vaccaro, 2001). Dominance is not
the only important factor here, however, as the co-dominant with
G. rossii, D. caespitosa, did not have a large number of associ-
ated bacteria. Digging deeper, both G. rossii and K. myosuroides
are known to associate with soil microorganism in oligotrophic
conditions (Lipson et al., 2002; Bowman et al., 2004) whereas D.
caespitosa is thought to prefer higher nutrient soils and may have
weaker associations with soil microorganisms (Bowman et al.,
2004). Thus, bacterial clades may co-occur with plants not just
based on the abundant plants in a specific environment but also
based on the plant species’ level of interaction with soil bacteria.
This revised hypothesis, that the life history of abundant plants
drives association number, is similar to previous observations
that bacterial clades associated with plant community types in
less extreme environments (e.g., Berg and Smalla, 2009; Eskelinen
et al., 2009; Bezemer et al., 2010) and suggests that the signature
of plant dominance on co-occurring soil bacterial clades should
have transferability across ecosystems.
Clade functional capacity, our second hypothesized driver of
assembly, tests the assumption that previously reported func-
tional niche characteristics for bacterial clades predict patterns
co-occurrence with plants (i.e., functional niche assembly, Chase
and Leibold, 2003). Six of the eight clades that were related to
cultured isolates, representing 10% of the sequences in our study,
were closely related to strains previously reported to form mutu-
alistic associations with plants; however, these clades did not have
a stronger average correlation with associated plants than the
other clades in our study (Table 1). However, the two bacter-
ial clades we categorized as likely to be plant-independent were
the largest clades in our study (themselves representing 10% of
the total sequences) and are known only for their function as
generalist soil heterotrophs (Table 1). This difference in diversity
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between our clades related to previously cultured strains supports
the idea that functionally relevant clades (or Operational Taxo-
nomic Units) can be successfully identified using a phylogenetic
comparative method to selecting the nodes on a phylogenetic tree
of environmental sequences with the greatest correlation to a fac-
tor of interest (co-occurrence with plants in this study). Thus, if
our assignment of association type is accurate, the strength and
likely the specificity of associations may differ within both sym-
biotic and non-symbiotic soil bacterial guilds; for example, soil
heterotrophs have been shown to strongly specialize on a partic-
ular plant’s litter or non-specifically attack any detritus (van der
Heijden et al., 2008), and symbiotic bacteria have been shown
to opportunistically infect a plant but also commonly grow as a
free-living form (Rodrigues-Diaz et al., 2008). Therefore, although
strength of correlation is not a strong predictor of the type of plant-
bacterial associations, clades related to plant-symbiotic bacteria
may be more likely to correlate with plant species abundances and
with a finer taxonomic resolution than clades related to free-living
bacterial species.
An additional note on the potential selection for specific bac-
terial functions is that only one bacterial clade had only negative
significant correlations with plants in this subnival ecosystem – the
Desulfovibrionales (1.3% of the total sequences). In the context
of correlations, negative interactions could mean either inhibi-
tion either from disease and competition or an indirect link via
differential response to an environmental gradient. For the sub-
nival ecosystem, the presence of a significant area of exposed
soils and microbial crusts selects for bacteria that are adapted
to the plant-free state (Nemergut et al., 2007; Freeman et al.,
2009) and these crust bacteria should show a negative associa-
tion with abundant plant species (i.e., fewer plants=more crust
bacteria). That so few clades displayed this pattern suggests inhi-
bition between bacteria and plants is rare in the subnival zone,
which is in agreement with previous hypotheses about facili-
tation being the primary driver of species interactions in early
successional systems (Chapin et al., 1994; Walker and del Moral,
2003).
Termed environmental harshness, the last of our three hypoth-
esized drivers of subnival soil community assembly is based on the
theory that abiotic factors create a selective filter for plant-bacterial
associations (Weiher and Keddy, 1995; Diaz et al., 1998; Ackerly,
2003) with fewer but stronger associations under harsher con-
ditions (Callaway and Walker, 1997; Reynolds et al., 2003; Seeds
and Bishop, 2009). Within the subnival landscape of Niwot Ridge,
there were six significant models in the remote-upweighted dataset
whereas there were 12 significant models in the remote-down-
weighted dataset. Moreover there were only two bacterial clades
that had a significant model fit in only the most environmentally
harsh sites (Table 1). This is in agreement with the hypothesis that
plant-microbe interactions are less frequent in the more remote
portions of the subnival landscape as a result of less plant diversity
and low abundance of plant-symbiotic bacteria (Seeds and Bishop,
2009). With these harsh conditions, it is also hypothesized that
interactions should be stronger (Reynolds et al., 2003), yet, there
was no significant difference in the average correlation strength for
clades favoring one end of the harshness gradient or the other. This
lower number of harshness upweighted plant-bacteria correlations
and similar strength of correlation despite the high correlation of
individual plant species with our harshness gradient suggests that
environmental filters become more important than biotic filters in
harsher environments and is in agreement to what previous work
has found at the community scale (Carlson et al., 2012).
Interestingly, both of the bacterial clades that were remote
specialists are related to isolates known to garner energy from non-
organic sources; members of the Rhodospirillales have demon-
strated the ability to perform anaerobic phototrophic sulfate
reduction in addition to heterotrophy (Madigan, 2005; Rodrigues-
Diaz et al., 2008) and members of the Pseudonocardiaceae have
demonstrated the ability to perform hydrogen sulfide oxidation
as well as heterotrophy (Reichert et al., 1998; Chen et al., 2009).
Because the harshest environmental conditions of the subnival
zone are more common in remote portions of the landscape, it may
be that these two extremophilic bacterial clades are early coloniz-
ers of recently exposed soils and later facilitate plant colonization
via their potential to form symbioses or because they improve
soil conditions. This phenomenon is similar to what is seen in
the primary soils from pyrite weathering (Choler et al., 2001) and
experimental work to tease apart the environmental versus biotic
association is needed to further explore these patterns.
A caveat with this correlation network approach is that the cor-
relation between a plant species and a bacterial clade may be the
result of environmental factors shaping the distribution of both
groups independently, a symbiotic/competitive/facilitative inter-
action, or even a tertiary relationship such as are seen with parasites
of a parasite. However, that 75% of the clades to which we could
assign hypothetical functions appear to have the potential to form
symbioses with plants (six of eight, Table 1; Figure 3) suggests that
we are identifying true plant-bacteria associations. It also suggests
that the many of the strongly correlated Acidobacteria or TM7
clades, despite their unknown functional capacities, are associated
with plants in this landscape.
CONCLUSION
We found evidence of three hypothesized assembly drivers
between plant species and bulk soil bacteria using a correlational-
based analysis along a gradient of environmental harshness in the
subnival landscape of Niwot Ridge. First, our findings suggest that
the abundance of bacteria-promoting plant species may serve as
an indicator or even drive the patterns of plant-associated groups
for specific ecosystem types within a landscape. Second, bacterial
clades with putative plant symbiosis capacity, as inferred from the
close relationship of sequences within a clade to known isolates,
were not more likely to be correlated with plant species but have
narrower phylogenetic breadth than putative plant-independent
clades. Third, our analysis suggests that the influence of environ-
mental harshness on plant-bacterial associations results in fewer
plant-bacteria associations in harsh areas than in the less harsh,
tundra proximal portion of the landscape. Our results provide the
first description of plant-bacteria interactions at the species/clade
level and demonstrate an overwhelming number of plant species
specific associations with soil bacteria. In addition, facilitative
associations appear to be more common than inhibitory asso-
ciations in the subnival zone. One obvious next step is to test how
often these bacteria are indeed found on or within the roots of
the plants they co-occur with and if they affect plant growth or
survival as opposed to co-occurring due to shared environmental
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preferences. If co-occurrence relationships are as important for
the ecology of high-alpine systems as our correlation network
suggests, then the biotic community’s functional resilience is likely
sensitive to disturbances affecting either the plant or soil microbial
community.
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REFERENCES
Ackerly, D. D. (2003). Community
assembly, niche conservatism, and
adaptive evolution in changing envi-
ronments. Int. J. Plant Sci. 164,
S165–S184.
Akaike, H. (1974). A new look at
the statistical model identification.
IEEE Trans. Automat. Contr. 19,
716–723.
Barberán, A., Bates, S. T., Casamayor,
E. O., and Fierer, N. (2012). Using
network analysis to explore cooc-
currence patterns in soil microbial
communities. ISME J. 6, 343–351.
Berg, G., and Smalla, K. (2009). Plant
species and soil type cooperatively
shape the structure and function of
microbial communities in the rhi-
zosphere. FEMS Microbiol. Ecol. 68,
1–13.
Bever, J. D., Dickie, I. A., Facelli, E.,
Facelli, J. M., Klironomos, J., Moora,
M., Rillig, M. C., Stock, W. D.,
Tibbett, M., and Zobel, M. (2010).
Rooting theories of plant commu-
nity ecology in microbial interac-
tions. Trends Ecol. Evol. (Amst.) 25,
468–478.
Bezemer, T. M., Fountain, M. T., Barea,
J. M., Christensen, S., Dekker, S. C.,
Duyts, H., van Hal, R., Harvey, J. A.,
Hedlund, K., Maraun, M., Mikola,
J., Mladenov, A. G., Robin, C., de
Ruiter, P. C., Scheu, S., Setala, H.,
Smilaure, P., and van der Puttern,
W. H. (2010). Divergent compo-
sition but similar function of soil
food webs of individual plants: plant
species and community effects. Ecol-
ogy 91, 3027–3036.
Bianciotto, V., Minerdi, D., Perotto, S.,
Bonfante, P., and Vegetale, B. (1996).
Cellular interactions between
arbuscular mycorrhizal fungi and
rhizosphere bacteria. Protoplasma
193, 23–131.
Bonfante, P., and Anca, I. A. (2009).
Plants, mycorrhizal fungi, and bacte-
ria: a network of interactions. Annu.
Rev. Microbiol. 63, 363–383.
Bonferroni, C. E. (1936). Teoria statis-
tica delle classi e calcolo delle prob-
abilit ‘a. Pubblicazioni del R Istituto
Superiore di Scienze Economiche e
Commerciali di Firenze 8, 3–62.
Bowman, W. D., Steltzer, H., Rosen-
stiel, T. N., Cleveland, C. C., and
Meier, C. L. (2004). Litter effects of
two co-occurring alpine species on
plant growth, microbial activity and
immobilization of nitrogen. Oikos
140, 336–344.
Brenner D. J., Krieg N. R., and Staley,
J. T. (2005). Bergey’s Manual of Sys-
tematic Bacteriology. Vol. Two, Part
C, The Alpha-, Beta-, Delta-, and
Epsilonproteobacteria, 2nd Edn. New
York: Springer.
Bruno, J. F., Stachowicz, J. J., and Bert-
ness, M. D. (2003). Inclusion of facil-
itation into ecological theory. Trends
Ecol. Evol. (Amst.) 18, 119–125.
Buckley, D. H., Huangyutitham, V.,
Hsu, S., and Nelson, T. A. (2007).
Stable isotope probing with 15N2
reveals noncultivated diazotroph in
soil. Appl. Environ. Microbiol. 73,
3196–3204.
Callaway, R. M., and Walker, L. R.
(1997). Competition and facilita-
tion: a synthetic approach to interac-
tions in plant communities. Ecology
78, 1958–1965.
Caporaso, J. G., Paszkiewicz, K., Field,
D., Knight, R., and Gilbert, J. A.
(2011). The Western English Chan-
nel contains a persistent micro-
bial seed bank. ISME J. doi:
10.1038/ismej.2011.162
Carlson, M. L., Flagstad, L. A.,
Gillet, F., and Mitchell, E. A.
D. (2012). Community develop-
ment along a proglacial chronose-
quence: are above-ground and
below-ground community structure
controlled more by biotic than abi-
otic factors? J. Ecol. 98, 1084–1095.
Carvalho, F. M., Souza, R. C., Barcellos,
F. G., Hungria, M., and Vasconcelos,
A. T. (2010). Genomic and evolu-
tionary comparisons of diazotrophic
and pathogenic bacteria of the order
Rhizobiales. BMC Microbiol. 10, 37.
doi: 10.1186/1471-2180-10-37
Cazares, E., Trappe, J. M., and Jump-
ponen, A. (2005). Mycorrhiza-plant
colonization patterns on a subalpine
glacier forefront as a model system of
primary succession. Mycorrhiza 15,
405–416.
Chapin, F. S., Walker, L. R., Fastie,
C. L., and Sharman, L. C. (1994).
Mechanisms of primary succes-
sion following deglaciation at Glac-
ier Bay, Alaska. Ecol. Monogr. 64,
149–175.
Chase, J. M., and Leibold, M. A. (2003).
Ecological Niches: Linking Classi-
cal and Contemporary Approaches.
Chicago, IL: University of Chicago
Press.
Chen, H., Qin, S., Li, J., Zhang, Y., Xu,
L., Jiang, C., Kim, C., and Li, W.
(2009). Pseudonocardia endophytica
sp. nov., isolated from the pharma-
ceutical plant Lobelia clavata. Int. J.
Syst. Evol. Microbiol. 59, 559–563.
Choler, P., Michalet, R., and Call-
away, R. M. (2001). Facilitation
and competition on gradients in
alpine plant communities. Ecology
82, 3295–3308.
Compant, S., Duffy, B., Nowak, J.,
Clement, C., and Barka, E. A. (2005).
Use of plant growth-promoting bac-
teria for biocontrol of plant
diseases: principles, mechanisms
of action, and future prospects.
Appl. Environ. Microbiol. 71,
4951–4959.
Compant, S., Nowak, J., Coeneye, T.,
Clement, C., and Barka, A. B. (2008).
Diversity and occurrence of Burk-
holderia spp. in the natural envi-
ronment. FEMS Microbiol. Rev. 32,
607–626.
Cox, T. F., and Cox, M. A. A. (1994).
Multidimensional Scaling. London:
Chapman & Hall.
DeSantis, T. Z., Hugenholtz, P., Larsen,
N., Rojas, M., Brodie, E. L., Keller,
K., Huber, T., Dalevi, D., Hu, P., and
Andersen, G. L. (2006). Greengenes,
a Chimera-Checked 16S rRNA gene
database and workbench compatible
with ARB. Appl. Environ. Microbiol.
72, 5069–5072.
Diamond, J. M. (1975). “Assembly of
species communities,” in Ecology
and Evolution of Communities, eds
M. L. Cody and J. M. Diamond
(Cambridge, MA: Harvard Univer-
sity Press), 342–444.
Diaz, S., Cabido, M., and Casanoves, F.
(1998). Plant functional traits and
environmental filters at a regional
scale. J. Veg. Sci. 9, 113–122.
Erickson, T. A., Williams, M. W.,
and Winstral, A. (2005). Persis-
tence of topographic controls
on the spatial distribution of
snow in rugged mountain ter-
rain, Colorado, United States.
Water Resour. Res. 41, W04014.
doi:10.1029/2003WR002973
Eskelinen, A., Stark, S., and Män-
nistö, M. (2009). Links between
plant community composition, soil
organic matter quality and microbial
Frontiers in Microbiology | Terrestrial Microbiology October 2012 | Volume 3 | Article 347 | 12
King et al. Plant-soil bacteria co-occurrence patterns
communities in contrasting tundra
habitats. Oecologia 161, 113–123.
Fierer, N., Hamady, M., Lauber, C. L.,
and Knight, R. (2008). The influence
of sex, handedness, and washing on
the diversity of hand surface bacte-
ria. Proc. Natl. Acad. Sci. U.S.A. 105,
17994–17999.
Fisk, M. C., and Schmidt, S. K. (1995).
Nitrogen mineralization and micro-
bial biomass nitrogen dynamics in
three alpine tundra communities.
Soil Sci. Soc. Am. J. 59, 1036–1043.
Freeman, K. R., Pescador, M. Y., Reed,
S. C., Costello, E. K., Robeson, M. S.,
and Schmidt, S. K. (2009). Soil CO2
flux and photoautotrophic commu-
nity composition in high-elevation,
“barren” soil. Environ. Microbiol. 11,
674–686.
Freilich, S., Kreimer, A., Meilijson,
I., Gophna, U., Sharan, R., and
Ruppin, E. (2010). The large-scale
organization of the bacterial net-
work of ecological cooccurrence
interactions. Nucleic Acids Res. 38,
3857–3868.
Fuhrman, J. A., and Steele, J. A.
(2008). Community structure of
marine bacterioplankton: patterns,
networks, and relationships to func-
tion. Aquat. Microb. Ecol. 53, 69–81.
Gonzalez, A., King, A., Robeson Ii, M.
S., Song, S., Shade, A., Metcalf, J. L.,
and Knight, R. (2011). Characteriz-
ing microbial communities through
space and time. Curr. Opin. Biotech-
nol. 24, 431–436.
Graff,A., and Conrad, R. (2006). Impact
of flooding on soil bacterial commu-
nities associated with poplar (Popu-
lus sp.) trees. FEMS Microbiol. Ecol.
53, 401–415.
Grime, J. P. (1998). Benefits of plant
diversity to ecosystems: immediate,
filter and founder effects. J. Ecol. 86,
902–910.
Grytnes, J. A. (2000). Fine-scale vascu-
lar plant species richness in differ-
ent alpine vegetation types: relation-
ships with biomass and cover. J. Veg.
Sci. 11, 87–92.
Haichar, F. Z., Marol, C., Berge, O.,
Rangel-Castro, J. I., Prosser, J.
I., Balesdent, J., Heulin, T., and
Achouak,W. (2008). Plant host habi-
tat and root exudates shape soil bac-
terial community structure. ISME J.
2, 1221–1230.
Hamady, M., Lozupone, C., and Knight,
R. (2010). Fast unifrac: facilitat-
ing high-throughput phylogenetic
analyses of microbial communities
including analysis of pyrosequenc-
ing and phylochip data. ISME J. 4,
17–27.
Harvey, P. H., and Pagel, M. D.
(1991). The Comparative Method
in Evolutionary Biology. Oxford:
Oxford University Press.
Hayat, R., Ali, S., Amara, U., Khalid, R.,
and Ahmed, I. (2010). Soil benefi-
cial bacteria and their role in plant
growth promotion: a review. Ann.
Microbiol. 60, 579–598.
Hobbie, E. A., Jumpponen, A., and
Trappe, J. (2005). Foliar and fungal
15N:14N ratios reflect development
of mycorrhizae and nitrogen sup-
ply during primary succession: test-
ing analytical models.Oecologia 146,
258–268.
Horner-Devine, M. C., Silver, J., Bohan-
nan, B. J. M., Colwell, R. K.,
Fuhrman, J. A., Green, J. L., Kuske,
C. R., Martiny, J. B. H., Muyzer, G.,
Naeem, S., Øvreås, L., Reysenbach,
A.-L., and Smith, V. H. (2007). A
comparison of taxon co-occurrence
patterns for macro- and microor-
ganisms. Ecology 88, 1345–1353.
King, A. J., Freeman, K. R., McCormick,
K. F., Lynch, R. C., Lozupone, C.,
Knight, R., and Schmidt, S. K.
(2010). Biogeography and habitat
modelling of high-alpine bacteria.
Nat. Commun. 1, 53.
King, A. J., Meyer, A. F., and Schmidt, S.
K. (2008). High levels of microbial
biomass and activity in unvegetated
tropic and temperate alpine soils.
Soil Biol. Biochem. 40, 2605–2610.
Knelman, J. E., Legg, T. M., O’Neill, S.
P., Washenberger, C. L., González,
A., Cleveland, C. C., and Nemergut,
D. R. (2012). Bacterial commu-
nity structure and function change
in association with colonizer plants
during early primary succession in a
glacier forefield. Soil Biol. Biochem.
46, 172–180.
Körner, C. (2007). The use of “altitude”
in ecological research. Trends Ecol.
Evol. (Amst.) 22, 569–574.
Kremer, R. J. (2006). “Deleterious
rhizobacteria,” in Plant-Associated
Bacteria, ed. S. Gnanaman-
ickam (Dordrecht: Springer),
335–357.
Lee, M. S., Do, J. O., Park, M. S., Jung,
S., Lee, K. H., Bae, K. S., Park, S. J.,
and Kim, S. B. (2006). Dominance of
Lysobacter sp. in the rhizosphere of
two coastal sand dune plant species,
Calystegia soldanella and Elymus
mollis. Antonie van Leeuwenhoek 90,
19–27.
Ley, R. E.,Williams, M. W., and Schmidt,
S. K. (2004). Microbial population
dynamics in an extreme environ-
ment: controlling factors in talus
soils at 3750 m in the Colorado
Rocky Mountains. Biogeochemistry
68, 313–335.
Li, J., and Kremer, R. J. (2006). Growth
response of weed and crop seedlings
to deleterious rhizobacteria. Biol.
Contr. 39, 58–65.
Lipson, D. A., Schadt, C. W., Schmidt, S.
K., and Monson, R. K. (2002). Ecto-
mycorrhizal transfer of amino acid-
nitrogen to the alpine sedge Kobresia
myosuroides. New Phytologist 142,
163–167.
Litaor, M. I., Williams, M., and Seastedt,
T. R. (2008). Topographic controls
on snow distribution, soil moisture,
and species diversity of herbaceous
alpine vegetation, Niwot Ridge, Col-
orado. J. Geophys. Res. 113, G02008.
doi:10.1029/2007JG000419
MacArthur, R., and Wilson, E. (1967).
The Theory of Island Biogeography.
Princeton, NJ: Princeton University
Press.
Madigan, M. T. (2005). Anoxygenic
phototrophic bacteria from extreme
environments. Discov. Photosynth.
20, 969–983.
Mahaffee, W. F., and Kloepper, J.
W. (1997). Temporal changes in
the bacterial communities of soil,
rhizosphere, and endorhiza asso-
ciated with field-grown cucumber
(Cucumis sativus L.). Microb. Ecol.
34, 210–223.
Marcy, Y., Ouverney, C., Bik, E. M.,
Lösekann, T., Ivanova, N., Martin,
H. G., Szeto, E., Platt, D., Hugen-
holtz, P., Relman, D. A., and Quake,
S. R. (2007). Dissecting biological
“dark matter”with single-cell genetic
analysis of rare and uncultivated
TM7 microbes from the human
mouth. Proc. Natl. Acad. Sci. U.S.A.
104, 11889–11894.
Márquez, L. M., Redman, R. S.,
Rodriguez, R. J., and Roossinck, M.
J. (2007). A virus in a fungus in a
plant – three way symbiosis required
for thermal tolerance. Science 315,
513–515.
Martiny, J. B., Bohannan, B. J. M.,
Brown, J. H., Colwell, R., Fuhrman,
J., Green, J., Horner-Devine, M.,
Kane, M., Krumins, J., Kuske, C.,
Morin, P., Naeem, S., Ovreas, L.,
Reysenbach, A., Smith, V., and Sta-
ley, J. (2006). Microbial biogeog-
raphy: putting microorganisms on
the map. Nat. Rev. Microbiol. 4,
102–112.
McCune, B., Grace, J. B., and Urban,
D. L. (2002). Analysis of Ecological
Communities. Oregon: MjM Soft-
ware Design.
Mullen, R. B., Schmidt, S. K., and Jaeger,
C. H. (1998). Nitrogen uptake dur-
ing snowmelt by the snow buttercup,
Ranunculus adoneus. Arct. Antarct.
Alp. Res. 30, 121–125.
Nemergut, D. R., Anderson, S. P., Cleve-
land, C. C., Martin, A. P., Miller,
A. E., Seimon, A., and Schmidt,
S. K. (2007). Microbial commu-
nity succession in an unvegetated,
recently deglaciated soil. Microb.
Ecol. 53, 110–122.
Nemergut, D. R., Costello, E. K., Meyer,
A. F., Pescador, M. Y., Weintraub,
M. N., and Schmidt, S. K. (2005).
Structure and function of Alpine and
Arctic soil microbial communities.
Res. Microbiol. 156, 775–784.
Norris, P. R., Davis-Belmar, C. S.,
Brown, C. F., and Calvo-Bado,
L. A. (2011). Autotrophic, sulfur-
oxidizing actinobacteria in acidic
environments. Extremophiles 15,
155–163.
Oksanen, J., Blanchet, F. G., Kindt, R.,
Legendre, P., O’Hara, R. B., Simpson,
G. L., Solymos, P., Stevens, M. H. H.,
and Wagner, H. (2010). vegan: Com-
munity Ecology Package. R package
version 1.17–13.
Olofsson, J., Ericson, L., Torp, M.,
Stark, S., and Baxter, R. (2011). Car-
bon balance of Arctic tundra under
increased snow cover mediated by a
plant pathogen. Nat. Clim. Chang. 1,
220–223.
Qin, S., Chen, H., Zhao, G., Li, J.,
Zhu, W., Xu, L., Jiang, J., and Li,
W. (2012). Abundant and diverse
endophytic Actinobacteria associ-
ated with medicinal plant Maytenus
austroyunnanensis in Xishuang-
banna tropical rainforest revealed
by culture-dependent and culture-
independent methods. Environ.
Microbiol. Rep. doi:10.1111/j.1758-
2229.2012.00357.x
R Development Core Team. (2011). R:
A Language and Environment for Sta-
tistical Computing. Vienna: R Foun-
dation for Statistical Computing.
Reichert, K., Lipski, A., Pradella, S.,
Stakebrandt, E., and Altendorf, K.
(1998).Pseudonocardia asaccharolyt-
ica sp. nov. and Pseudonocardia
sulfidoxydans sp. nov., two new
dimethyl disulfide-degrading actin-
omycetes and emended descrip-
tion of the genus Pseudonocardia.
Int. J. Syst. Evol. Microbiol. 48,
441–449.
Reynolds, H. L., Packer, A., Bever, J.
D., and Clay, K. (2003). Grassroots
ecology: plant-microbe-soil interac-
tions as drivers of plant community
structure and dynamics. Ecology 84,
2281–2291.
Rodrigues-Diaz, M., Rodelas-Gonzales,
B., Pozo-Clemente, C., Martinez-
Toled, M. V., and Gonzalez-Lopez,
J. (2008). “A review on the taxon-
omy and possible screening traits of
plant growth promoting rhizobac-
teria,” in Plant-Bacteria Interactions:
Strategies and Techniques to Promote
Plant Growth, Chap. 4, eds I. Ahmad,
www.frontiersin.org October 2012 | Volume 3 | Article 347 | 13
King et al. Plant-soil bacteria co-occurrence patterns
J. Pichtel, and S. Hayat (Weinheim:
Whiley-VCH), 55–80.
Ruan, Q., Dutta, D., Schwalbach, M.
S., Steele, J. A., Fuhrman, J. A.,
and Sun, F. (2006). Local similar-
ity analysis reveals unique associa-
tions among marine bacterioplank-
ton species and environmental fac-
tors. Bioinformatics 22, 2532.
Rudgers, J. A., Miller, T. E. X., Ziegler,
S. M., and Craven, K. D. (2012).
There are many ways to be a mutual-
ist: endophytic fungus reduces plant
survival but increases population
growth. Ecology 93, 565–574.
Schmidt, S. K., Kageyama, S. A., Halloy,
S. R. P., and Schadt, C. W. (2008a).
Mycorrhizal and dark-septate fungi
in plant roots above 4270 meters
elevation in the Andes and Rocky
mountains. Arct. Antarct. Alp. Res.
40, 576–583.
Schmidt, S. K., Reed, S. C., Nemergut,
D. R., Grandy, A. S., Cleveland, C.
C., Costello, E. K., Weintraub, M. N.,
Martin, A. P., and Neff, J. C. (2008b).
The earliest stages of ecosystem
succession in high-elevation (5000
m.a.s.l.), recently de-glaciated soils.
Philos. Trans. R. Soc. Lond. B Biol.
Sci. 275, 2793–2802.
Seastedt, T. R., and Vaccaro, L. (2001).
Plant species richness, productivity,
and nitrogen and phosphorus limi-
tations across a snowpack gradient
in alpine tundra, Colorado, U.S.A.
Arct. Antarct. Alp. Res. 33, 100–106.
Seeds, J. D., and Bishop, J. G. (2009).
Low Frankia inoculation poten-
tials in primary successional sites
at Mount St. Helens, Washington,
USA. Plant Soil 323, 225–233.
Sheng, H. M., Gao, H. S., Xue, L.
G., Ding, S., Song, C. L., Feng, H.
Y., and An, L. Z. (2010). Analy-
sis of the composition and char-
acteristics of culturable Endophytic
bacteria within subnival plants of
the Tianshan mountains, North-
western China. Curr. Microbiol. 62,
923–932.
Stafford, W. H. L., Baker, G. C., Brown,
S. A., Burton, S. G., and Cowan, D.
A. (2005). Bacterial diversity in the
rhizosphere of Proteaceae species.
Environ. Microbiol. 7, 1755–1768.
Tscherko, D., Hammesfahr, U., Zelt-
ner, G., Kandeler, E., and Böcker,
R. (2005). Plant succession and
rhizosphere microbial communities
in a recently deglaciated alpine ter-
rain. Basic Appl. Ecol. 6, 367–383.
van der Heijden, M. G. A., Bardgett, R.
D., and Straalen, N. M. V. (2008).
The unseen majority: soil microbes
as drivers of plant diversity and pro-
ductivity in terrestrial ecosystems.
Ecol. Lett. 11, 296–310.
Vile, D., Shipely, B., and Garnier, E.
(2006). Ecosystem productivity can
be predicted from potential relative
growth rate and species abundance.
Ecol. Lett. 9, 1061–1067.
Walker, L. R., and del Moral, R. (2003).
Primary Succession and Ecosystem
Rehabilitation. Cambridge: Cam-
bridge University Press.
Wang, B., and Qiu, Y.-L. (2006). Phy-
logenetic distribution and evolution
of mycorrhizas in land plants. Myc-
orrhiza 16, 299–363.
Wang, Q, Garrity, G. M., Tiedje, J.
M., and Cole, J. R. (2007). Naïve
Bayesian classifier for rapid assign-
ment of rRNA sequences into the
new bacterial taxonomy. Appl. Envi-
ron. Microbiol. 73, 5261–5267.
Webber, C. F., and King, G. M. (2010).
Distribution and diversity of carbon
monoxide-oxidizing bacteria and
bulk bacterial communities across a
succession gradient on a Hawaiian
volcanic deposit. Environ. Microbiol.
12, 1855–1867.
Webber, W. A., and Whittmann, R.
C. (2001). Colorado Flora: Eastern
Slope, 3rd Edn. Boulder, CO: Univer-
sity Press of Colorado.
Weiher, E., and Keddy, P. A. (1995).
The assembly of experimental wet-
land plant communities. Oikos 73,
323–335.
Zinger, L., Lejon, D. P. H., Bap-
tist, F., Bouasria, A., Aubert, S.,
Geremia, R. a., and Choler, P.
(2011). Contrasting diversity pat-
terns of crenarchaeal, bacterial and
fungal soil communities in an alpine
landscape. PLoS ONE 6, e19950.
doi:10.1371/journal.pone.0019950
Conflict of Interest Statement: The
authors declare that the research was
conducted in the absence of any com-
mercial or financial relationships that
could be construed as a potential con-
flict of interest.
Received: 15 June 2012; accepted: 08 Sep-
tember 2012; published online: 11 Octo-
ber 2012.
Citation: King AJ, Farrer EC, Suding KN
and Schmidt SK (2012) Co-occurrence
patterns of plants and soil bacteria in the
high-alpine subnival zone track environ-
mental harshness. Front.Microbio. 3:347.
doi: 10.3389/fmicb.2012.00347
This article was submitted to Frontiers
in Terrestrial Microbiology, a specialty of
Frontiers in Microbiology.
Copyright © 2012 King , Farrer , Sud-
ing and Schmidt . This is an open-
access article distributed under the terms
of the Creative Commons Attribution
License, which permits use, distribution
and reproduction in other forums, pro-
vided the original authors and source
are credited and subject to any copy-
right notices concerning any third-party
graphics etc.
Frontiers in Microbiology | Terrestrial Microbiology October 2012 | Volume 3 | Article 347 | 14
